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<160> 4 

<170> Patentln Ver. 2.0 

<210> 1 
<211> 1649 
<212> DNA 

<213> Mus musculus 

<220> 

<221> CDS 

<222> (36). . (1472) 

<400> 1 

ctagagcgtg ctgacagggg tctcaagtgt ggggc atg gac cat tea ctg gga 53 

Met Asp His Ser Leu Gly 
1 5 
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tgg caa ggg aac tct gtc ccc gag gac ggg act gaa get ggg ate aag 101 
Trp Gin Gly Asn Ser Val Pro Glu Asp Gly Thr Glu Ala Gly He Lys 
10 15 20 

cac ttc ctg gag gac age agt gat gat get gag ctg age aag ttc gtg 149 
His Phe Leu Glu Asp Ser Ser Asp Asp Ala Glu Leu Ser Lys Phe Val 
25 30 35 

aag gat ttc cca gga age gaa ccc tac cac tea gcg gag tec aag aca 197 
Lys Asp Phe Pro Gly Ser Glu Pro Tyr His Ser Ala Glu Ser Lys Thr 
40 45 50 

agg gtg gee agg ccc cag ate ttg gag cca agg ccc cag age cca gac 245 
Arg Val Ala Arg Pro Gin He Leu Glu Pro Arg Pro Gin Ser Pro Asp 
55 60 65 70 

etc tgt gat gat gac gtg gag ttt aga ggc tec ttg tgg ccc cag ccc 293 
Leu Cys Asp Asp Asp Val Glu Phe Arg Gly Ser Leu Trp Pro Gin Pro 

75 80 85 

tct gac agt cag cag tac ttc agt gec cca gee cct etc age cct tec 341 
Ser Asp Ser Gin Gin Tyr Phe Ser Ala Pro Ala Pro Leu Ser Pro Ser 
90 95 100 

tec agg ccc cgc agt cca tgg ggc aag ctt gat cct tat gat tec tct 389 
Ser Arg Pro Arg Ser Pro Trp Gly Lys Leu Asp Pro Tyr Asp Ser Ser 
105 110 115 
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gag gat gac aag gag tat gtg ggc ttt gca acc etc ccc aat caa gtc 437 
Glu Asp Asp Lys Glu Tyr Val Gly Phe Ala Thr Leu Pro Asn Gin Val 
120 125 130 

cac agg aag tct gtg aag aaa ggc ttt gac ttt aca etc atg gtg gca 485 
His Arg Lys Ser Val Lys Lys Gly Phe Asp Phe Thr Leu Met Val Ala 
135 140 145 150 

gga gaa tct ggt ctg ggt aaa tec act ctt gtc aac age etc ttc etc 533 
Gly Glu Ser Gly Leu Gly Lys Ser Thr Leu Val Asn Ser Leu Phe Leu 
155 160 165 

act gac ttg tac egg gat egg aaa ctg ctg ggc gee gaa gag egg ate 581 
Thr Asp Leu Tyr Arg Asp Arg Lys Leu Leu Gly Ala Glu Glu Arg lie 
170 175 180 

atg caa acc gtg gag att act aag cac gca gtg gat ata gaa gag aag 629 
Met Gin Thr Val Glu lie Thr Lys His Ala Val Asp He Glu Glu Lys 
185 190 195 

gga gtg agg ctg egg etc acc att gtg gac act cca gga ttt ggg gat 677 
Gly Val Arg Leu Arg Leu Thr lie Val Asp Thr Pro Gly Phe Gly Asp 
200 205 210 

gca gtc aac aac aca gag tgc tgg aag cct gtg gee gaa tac ate gac 725 
Ala Val Asn Asn Thr Glu Cys Trp Lys Pro Val Ala Glu Tyr He Asp 
215 220 225 230 



cag cag ttt gag cag tac ttc cga gac gag agt ggc ctg aac cgc aag 773 
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Gin Gin Phe Glu Gin Tyr Phe Arg Asp Glu Ser Gly Leu Asn Arg Lys 
235 240 245 



aac ate cag 
Asn lie Gin 

ttt ggc cac 
Phe Gly His 
265 

cat cag egg 
His Gin Arg 
280 

acg cct cct 
Thr Pro Pro 
295 

gag cac ttt 
Glu His Phe 



gag gac gag 
Glu Asp Glu 

cca ttt gcg 
Pro Phe Ala 



gac aac egg gtg 

Asp Asn Arg Val 
250 

ggg etc egg cca 

Gly Leu Arg Pro 

gtc aac att gtg 
Val Asn He Val 
285 

gaa gtg gac cga 
Glu Val Asp Arg 
300 

gga ate aag ate 
Gly He Lys He 
315 

gac ttc aaa tta 
Asp Phe Lys Leu 
330 

gtg att ggc age 
Val lie Gly Ser 



cac tgc tgc ctg 
His Cys Cys Leu 
255 

ttg gat gtt gaa 
Leu Asp Val Glu 
270 

cct ate ttg get 
Pro He Leu Ala 

aag aaa tgc aaa 
Lys Lys Cys Lys 
305 

tat cag ttc cca 
Tyr Gin Phe Pro 
320 

cag gac caa gee 
Gin Asp Gin Ala 
335 

aac act gtg gta 
Asn Thr Val Val 
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tac ttc ate 
Tyr Phe He 
260 

ttc atg aag 
Phe Met Lys 
275 

aag gcg gac 
Lys Ala Asp 
290 

ate egg gag 
He Arg Glu 

gac tgt gat 
Asp Cys Asp 

eta aag gaa 
Leu Lys Glu 
340 

gaa gee agg 
Glu Ala Arg 



tec ccg 821 
Ser Pro 

gee ctg 869 
Ala Leu 

aca ctg 917 
Thr Leu 

gag ate 965 
Glu He 
310 

tec gat 1013 

Ser Asp 

325 

age ate 1061 
Ser He 



ggg egg 1109 
Gly Arg 



350 



355 



aga gtt cga ggc cgc etc tac cct tgg ggc ate gtg gaa gtg gaa aac 1157 
Arg Val Arg Gly Arg Leu Tyr Pro Trp Gly lie Val Glu Val Glu Asn 
360 365 370 

cca ggt cac tgc gac ttt gtc aag ttg agg acg atg ctg gtg cgt ace 1205 
Pro Gly His Cys Asp Phe Val Lys Leu Arg Thr Met Leu Val Arg Thr 
375 380 385 390 

cac atg cag gac eta aag gat gtg acc cga gag aca cac tac gag aac 1253 
His Met Gin Asp Leu Lys Asp Val Thr Arg Glu Thr His Tyr Glu Asn 
395 400 405 

tac agg gca cag tgt ate cag age atg acc egg eta gta gtg aag gaa 1301 
Tyr Arg Ala Gin Cys He Gin Ser Met Thr Arg Leu Val Val Lys Glu 
410 415 420 

egg aat cgc aac aaa ctg aca aga gag agt ggt act gac ttc cct ate 1349 
Arg Asn Arg Asn Lys Leu Thr Arg Glu Ser Gly Thr Asp Phe Pro He 
425 430 435 

cct get gtc cca cca ggg aca gat cca gaa act gag aag eta ate egg 1397 
Pro Ala Val Pro Pro Gly Thr Asp Pro Glu Thr Glu Lys Leu He Arg 
440 445 450 

gag aaa gac gaa gag ctg egg egg atg cag gag atg tta cac aaa ate 1445 
Glu Lys Asp Glu Glu Leu Arg Arg Met Gin Glu Met Leu His Lys He 
455 460 465 470 
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caa aga cag atg aag gag act cac taa ctggcttttg gacctgaata 
Gin Arg Gin Met Lys Glu Thr His 
475 



1492 



tttaaatctc ttcttcctgc ctatgccagc ctctattccc tgcatcagct ctgctcagga 1552 
ccccccgcag ctcctaccag ttcgccttat atccctgctg acttctcaag agactcagag 1612 
gaaataaact aacctatatg tggcaaaaaa aaaaaaa 1649 



<210> 2 

<211> 134 

<212> DNA 

<213> Mus musculus 



<400> 2 

agccaaggcc ccagagccca gacctctgtg 
ggccccagcc ctctgacagt cagcagtact 
ccaggccccg cagt 



atgatgacgt ggagtttaga ggctccttgt 60 
tcagtgcccc agcccctctc agcccttcct 120 

134 



<210> 3 

<211> 171 

<212> DNA 

<213> Mus musculus 



<400> 3 

agacgagagt ggcctgaacc gcaagaacat 
cttcatctcc ccgtttggcc acgggctccg 
gcatcagcgg gtcaacattg tgcctatctt 



ccaggacaac cgggtgcact gctgcctgta 60 
gccattggat gttgaattca tgaaggccct 120 
ggctaaggcg gacacactga c 171 
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<210> 4 
<211> 191 
<212> DNA 

<213> Mus musculus 
<400> 4 

aagggggaag gaaccaatca ggaagccaga tgacagcagg agcatcaaga gaagcctgtt 60 
tctgtgtgag gacccttgcc tggagataaa gttacaccta gagcgtgctg acaggggtct 120 
caagtgtggg gcatggacca ttcactggga tggcaaggga actctgtccc cgaggacggg 180 
actgaagctg g 191 

<210> 5 
<211> 2225 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> (1). . (96) 

<220> 

<221> CDS 

<222> (97). . (720) 

<220> 

<221> 3'UTR 

<222> (721). . (2225) 
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<400> 5 

agcatcaaaa caaggctgtt tctgtgtgtg aggaactttg cctgggagat aaaattagac 60 



ctagagcttt ctgacaggga gtctgaagcg tgggac atg gac cgt tea ctg gga 114 

Met Asp Arg Ser Leu Gly 
1 5 

tgg caa ggg aat tct gtc cct gag gac agg act gaa get ggg ate aag 162 
Trp Gin Gly Asn Ser Val Pro Glu Asp Arg Thr Glu Ala Gly lie Lys 
10 15 20 

cgt ttc ctg gag gac ace acg gat gat gga gaa ctg age aag ttc gtg 210 
Arg Phe Leu Glu Asp Thr Thr Asp Asp Gly Glu Leu Ser Lys Phe Val 
25 30 35 

aag gat ttc tea gga aat gcg age tgc cac cca cca gag get aag ace 258 
Lys Asp Phe Ser Gly Asn Ala Ser Cys His Pro Pro Glu Ala Lys Thr 
40 45 50 

tgg gca tec agg ccc caa gtc ccg gag cca agg ccc cag gee ccg gac 306 
Trp Ala Ser Arg Pro Gin Val Pro Glu Pro Arg Pro Gin Ala Pro Asp 
55 60 65 70 

etc tat gat gat gac ctg gag ttc aga ccc ccc teg egg ccc cag tec 354 
Leu Tyr Asp Asp Asp Leu Glu Phe Arg Pro Pro Ser Arg Pro Gin Ser 

75 80 85 

tct gac aac cag cag tac ttc tgt gee cca gec cct etc age cca tct 402 
Ser Asp Asn Gin Gin Tyr Phe Cys Ala Pro Ala Pro Leu Ser Pro Ser 
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90 



95 



100 



gcc agg ccc cgc age cca tgg ggc aag ctt gat ccc tat gat tec tct 450 
Ala Arg Pro Arg Ser Pro Trp Gly Lys Leu Asp Pro Tyr Asp Ser Ser 
105 110 115 

gag gta gag cct cca gcc ctg cct ttg cct ttc agt ggg ctg ctg cag 498 
Glu Val Glu Pro Pro Ala Leu Pro Leu Pro Phe Ser Gly Leu Leu Gin 
120 125 130 

gaa gac egg ggg cag gga gca gag tgt gtg tgt gtg tgt gtg tgt gtg 546 
Glu Asp Arg Gly Gin Gly Ala Glu Cys Val Cys Val Cys Val Cys Val 
135 140 145 150 

tgt gtg tgt gtg tgt ttg tgt gtg tgt gta tct ggg ace tat ttc agt 594 
Cys Val Cys Val Cys Leu Cys Val Cys Val Ser Gly Thr Tyr Phe Ser 
155 160 165 

cct gtg tea gcc eta get cca aga tat ctg ccc cca agg gca ctg gaa 642 
Pro Val Ser Ala Leu Ala Pro Arg Tyr Leu Pro Pro Arg Ala Leu Glu 
170 175 180 

att tgc agt ttc age aag ggc agg agg ccc age tgg tgg cct cag atg 690 
He Cys Ser Phe Ser Lys Gly Arg Arg Pro Ser Trp Trp Pro Gin Met 
185 190 195 

gga act cac aga agt ctg gca ctg ctt ttt taaggctggg geaaaggect 740 
Gly Thr His Arg Ser Leu Ala Leu Leu Phe 
200 205 
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gaaagggaga 


gaagattggc 


4 * 

gctgggtgcc 


ttc tgccttc 


ctgt ctacta 


ggatgacaag 


caagtccacc 


gaaagtccgt 


gaagaaaggc 


tctggcctgg 


gcaaatccac 


actt gt caat 


cggaaacttc 


4-4- ~ 4- _~ 4- ~ _ 

ttggtgctga 


agagaggatc 


gtggacatag 


aagagaaggg 


tgtgaggctg 


ggggatgcag 


tcaacaacac 


agagtgctgg 


tttgagcagt 


atttccgaga 


cgagagtggc 


gtgcactgct 


gcc tg tactt 


catctcaccc 


gaattcatga 


aggccctgca 


tcagcgggtc 


acactgacac 


ctcccgaagt 


ggaccacaag 


tttggaatca 


agatctatca 


attcccagac 


ttgcaggacc 


aagccctaaa 


ggaaagcatc 


gtagaggcca 


gagggcggcg 


agttcggggt 


gaaaacccag 


ggcactgcga 


ctttgtgaag 


caggacctga 


aggatgtgac 


acgggagaca 


cagagcatga 


cccgcctggt 


ggtgaaggaa 


caaagctggc 


agggggagat 


cccaagccta 


tcttctatag 


gccctgggct 


caatctaagc 


ccttttctcc 


ctttagcaaa 


ctgactcggg 


tcccaccagg 


gacagatcca 


gaaactgaga 


ggcggatgca 


ggagatgcta 


cacaaaatac 


ctttcagccc 


4- — . a 4- 4. 4- 4. n 

tggatattta 


aatctcct cc 


gcaccagctc 


tgctcaggcc 


ccttcagcta 


gcccagagac 


tcagaggaaa 


taaagtttaa 



ggggcccctt 


tggctcctca 


ccgtgatgca 


800 


gagtatgtgg 


gctttgcaac 


cctccccaac 


860 


tttgacttta 


ccctcatggt 


ggcaggagag 


920 


agcctcttcc 


tcactgatct 


gtaccgggac 


980 


atgcaaactg 


tggagatcac 


taagcatgca 


1040 


cggctcacca 


ttgtggacac 


accaggtttt 


1100 


aagcctgtgg 


cagaatacat 


tgatcagcag 


1160 


ctgaaccgaa 


agaacatcca 


agacaacagg 


1220 


ttcggccatg 


ggctccggcc 


attggatgtt 


1280 


aacatcgtgc 


ctatcctggc 


taaggcagac 


1340 


aaacgcaaaa 


tccgggagga 


gattgagcat 


1400 


tgtgactctg 


atgaggatga 


ggacttcaaa 


1460 


ccatttgcag 


taattggcag 


caacactgta 


1520 


cgactctacc 


cctggggcat 


cgtggaagtg 


1580 


ctgaggacaa 


tgctggtacg 


tacccacatg 


1640 


cattatgaga 


actaccgggc 


acagtgcatc 


1700 


cggaatcgca 


agtatgacca 


gaagccagga 


1760 


gccttgggtg 


agaccaagcc 


ctacttttgt 


1820 


gggtgctggg 


gtcctcctcg 


ccttatcaac 


1880 


aaagtggtac 


cgacttcccc 


atccctgctg 


1940 


ogL L La 








aaaaacagat 


gaaggagaac 


tattaactgg 


2060 


tcttcttcct 


gtccatgccg 


gcccctccca 


2120 


ctgccacttc 


gccttacatc 


cctgctgact 


2180 


taaatctgta 


ggtgg 




2225 
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